electric focusing analysis of the extracts showed two ␤-lactamase bands with pIs of 5.4 and 8.2. Moreover, a band with a pI of 9.0 was observed, corresponding to chromosomal ␤-lactamase AmpC in E. cloacae JF 277. According to sequencing results, the genes corresponding to ␤-lactamases were identified as bla TEM-1 and bla .
The chromosome-encoded quinolone resistance determinant mutations were assessed by sequencing of gyrA and parC of E. cloacae according to the method of Mammeri et al. (5) . No amino acid change in the quinolone resistance determining region was observed, although two nucleotide substitutions were identified in gyrA, codons encoding Ile-89 and Val-90, and four substitutions in parC, codons encoding Val-71, Gly-73, Tyr-75, and Gly-79.
The qnr gene was sequenced directly from the PCR-amplified DNA, which showed that the isolate contained a nucleotide sequence identical to that of the qnr gene originally reported for a Klebsiella pneumoniae isolate (6). Analysis of gene structure indicated the possibility that qnr was carried on a class 1 integron and located between 3Ј conserved sequence (CS) regions, downstream from orf513 and directly upstream from ampR, a regulator of the expression of ampC. Between the 5Ј CS and the first copy of the 3Ј CS, only a gene cassette (aadA2) was inserted into the integron. Our study shows that the qnrA gene was detected in a fluoroquinolone-susceptible (MIC, Յ2 g/ml) and cefotaxime-resistant isolate of Enterobacter from one outpatient in Brazil and confirms previous findings that the qnrA gene may be detected in ciprofloxacin-susceptible isolates.
Nucleotide sequence accession numbers. The nucleotide sequences determined in this study have been deposited in the GenBank databases and assigned the following accession numbers: qnrA, DQ983226; gyrA, DQ983227; and parC, DQ983228.
